Analysis of the PE and PPE genes was carried out for 48 of the isolates corresponding to 24 relapse pairs. Due to the limitations of mapping, the genes were analysed via de novo assembly. Velvet was used to assemble the reads with scaffolding enabled. ABACAS 1 was then used to order these contigs with respect to the reference genome.
We identified lineage-specific SNPs according to Stucki and colleagues. 10 Frequencies are the proportion of reads that match the base that defines the lineage. *Composed of two Euro-American strains divergent by at least 132 SNPs in a 0•5 mix. †Composed of a Typical Beijing isolate identical to 42a (95%) plus an Atypical Beijing strain (5%). 11 Manual inspection of 42b also shows reads matching the Atypical strain (approximately 2%). SNP=single nucleotide polymorphism. 
